Key indicators: single-crystal X-ray study; T = 294 K; mean (C-C) = 0.002 Å; R factor = 0.029; wR factor = 0.075; data-to-parameter ratio = 7.8.
Related literature
For the synthesis, see: Bai et al. (2004) ; For background, see: Humljan et al. (2006) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: SMART (Bruker, 1997 ); cell refinement: SAINT (Bruker, 1997) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL (Bruker, 1997) ; software used to prepare material for publication: SHELXTL.
Supplementary data and figures for this paper are available from the IUCr electronic archives (Reference: HB2687). 
Comment
The title compound, (I), (Fig. 1) , is a hydrated (2R,3R)-tartrate salt of (S)-2-aminopropan-1-ol. (S)-2-aminopropan-1-ol is a key intermediate for the synthesis of potential inhibitors of the bacterial peptidoglycan biosynthesis enzymes MurD and MurE (Humljan et al., 2006) .
In the crystal, the (S)-2-aminopropan-1-ol molecule is in a cationic form, and has a positively charged amino group. The tartaric acid molecule is a semi-tartrate ion, with a neutral carboxylic acid group at one end and a negatively charged carboxylate group at the other ( Fig. 1) . The bond distances and angles in the cation and the anion are normal. The chiralities of the carbon atoms (C2 S, C5 R, C6 R) were assigned according to the known absolute structures of the starting materials.
In the crystal structure of (I), an extensive hydrogen-bond network is built up (Table 1) .
Experimental
The title compound was prepared by the procedure of Bai et al. (2004) . Colourless single crystals of (I) were grown by slow evaporation of a solution of methanol and water.
Refinement
Anomalous dispersion was negligible and Friedel pairs were merged before refinement.
The N-and O-bound H atoms were located in difference maps and their positions were freely refined with U iso (H) = 1.5U eq (carrier).
The C-bound H atoms were positioned geometrically (C-H = 0.96-0.98 Å) and refined as riding with U iso (H) = 1.2U eq (C). Figures   Fig. 1 . A view of the molecular structure of (I). Displacement ellopsoids are drawn at the 50% probability level and H atoms are shown as spheres of arbitrary radius. The hydrogen bond is indicated by a double dashed line. (7) 0.0169 (7) −0.0002 (7) −0.0004 (7) 0.0006 (6) C5 0.0211 (7) 0.0177 (7) 0.0225 (7) −0.0016 (6) 0.0008 (7) −0.0008 (7) C6 0.0195 (7) 0.0184 (7) 0.0228 (7) −0.0003 (7) 0.0012 (6) 0.0000 (6 
